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RNA-seq data of PolyI:C-treated mice and controls were generated in this study and have been deposited in the SRA (BioProject ID: PRJNA602886).

Additional RNA-seq datasets of PolyI:C-treated mice were downloaded from the SRA database (ERP014069, SRP221742).

RNA-seq datasets of schizophrenic human brain were obtained from the SRA database (SRP102186, SRP073813).

RNA-seq dataset of ASD human brain was obtained from PsychENCODE portal (syn4587615).

RNA-seq datasets of healthy human brain were obtained from the GTEx project via dbGaP (phs000424.v8.p2).

RNA-seq dataset of fetal mouse brain development was downloaded from the ArrayExpress Archive (E-MTAB-6798).

Previous studies (Roth et al.) have demonstrated that fewer than n=5 per group is sufficient for achieving significance in RNA-editing analysis.
Based on average litter size of 5, we aimed for two pregnant dams in each group.

For behavioral tests, to assess the required number of mice for achieving 80% power, we used the function pwr.anova.test from the R "pwr"
package. Based on two groups (treatment and control), significance level of 0.05, and effect size of 0.8 standard deviation of the outcome in
the control mice, the required number of mice in each group was 7.2. We looked at a manuscript by Yee et al. (below), which reported a
similar experiment. They observed effects sizes of more than 3 times the standard deviation of the outcome in the control mice (Figure 1
there), and thus concluded that at least 8 mice in each group is sufficient. Therefore we aimed for two pregnant dams in each group.

Roth SH, Levanon EY, Eisenberg E. Genome-wide quantification of ADAR adenosine-to-inosine RNA editing activity. Nat Methods. 2019;16
(11):1131-1138. doi:10.1038/s41592-019-0610-9

Yee, Benjamin K., DL Tilly Chang, and Joram Feldon. "The effects of dizocilpine and phencyclidine on prepulse inhibition of the acoustic startle
reflex and on prepulse-elicited reactivity in C57BL6 mice." Neuropsychopharmacology 29.10 (2004): 1865-1877.

No data was excluded.

All experiments were performed according to established protocols, previously published by different groups. No data or animals were
excluded from the analysis. All details regarding the different experimental procedures are provided in the manuscript. The code for the
statistical analysis of the behavioral experiments is provided as well.

Animals were allocated at random for each experimental group.

Behavioral experiments took place several months after birth, at which time they were separated by group. Behavioral tests and sata analysis
were performed by different investigators. The data acquisition was completely automatic and gene expression levels as well as editing levels
of each mouse were calculated independently and blindly.




